Key indicators: single-crystal X-ray study; T = 293 K; mean (C-C) = 0.004 Å; R factor = 0.033; wR factor = 0.078; data-to-parameter ratio = 11.9.
Related literature
For 3,5-dinitrobenzoate complexes, see: Askarinejad et al. (2007) ; Madej et al. (2007) . For Rb-O bond lengths, see: Cametti et al. (2005) .
Experimental
Crystal data [Rb(C 7 Data collection: SMART (Bruker, 2002) ; cell refinement: SAINT (Bruker, 2002) ; data reduction: SAINT; program(s) used to solve structure: SHELXS97 (Sheldrick, 2008) ; program(s) used to refine structure: SHELXL97 (Sheldrick, 2008) ; molecular graphics: SHELXTL (Sheldrick, 2008) ; software used to prepare material for publication: SHELXTL. 
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Comment
In the coordination chemistry of 3,5-dinitrobenzoic acid, it has been found that the 3,5-dinitrobenzoate moiety functions as a multidentate ligand (Askarinejad et al., 2007; Madej et al., 2007) with versatile binding and coordination modes. In this paper, we report the crystal structure of the title compound, a new Rb complex obtained by the reaction of 3,5-dinitrobenzoic acid and RbOH in water.
The asymmetric unit of the title compound comprises a Rb cation and a 3,5-dinitrobenzoate anion. Rb cation lies on and the dinitrobenzoate is centred upon crystallographic twofold axes. The Rb cation is coordinated to eight O atoms from five 3,5-dinitrobenzoate anions ( Fig. 1) with the Rb-O distances ranging from 2.761 (2) Å to 3.124 (4) Å, which are well within the range reported in the literature (Cametti et al., 2005) . The Rb centre is firstly linked by the carboxylic groups to give a one-dimensional chain along the c-axis direction, which is further linked by the phenyl groups to give a three-dimensional framework of the title compound ( Fig. 2) .
Experimental 3,5-dinitrobenzoic acid and RbOH were commercially available and used without further purification. To asolution of 10 mmol 3,5-dinitrobenzoic acid in 30 ml bidistilled water, a solution of 10 mmol RbOH in 20 ml bidistilled water was added dropwise at room temperature. After vigorous stirring for 1 h, the resulting solution was then evaporated to a volume of about 15 ml in vacuum and filtered hot. The filtrate was then set aside for crystallization at room temperature. Three weeks later, colorless prism crystals of the titlecompound suitable for X-ray determination were isolated.
Refinement
Carbon-bound H atoms were placed at calculated positions and were treated as riding on the parent C atoms with C -H = 0.93 Å, and with U iso (H) = 1.2 U eq (C). Fig. 1 . The structure of (I), showing the atomic numbering scheme. Non-H atoms are shown with 30% probability displacement ellipsoids. Symmetry codes: (i) 1.5 -x, y, 1 -z; (ii) x, 1.5y, -1/2 + z; (iii) 0.5 -x, 1.5 -y, 1.5 -z; (iv) 0.5 -x, y, 1 -z;
Figures
supplementary materials sup-2 Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > σ(F 2 ) is used only for calculating Rfactors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger.
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å 2 ) 
